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SEQID 
NO. 


BIALLELIC 
MARKER ID 


ORIGINAL 
ALLELE 


ALTERNATIVE ALLELE 1 


1 


20-828-311 


C 


T 


1,4 


17-42-319 


C 


T 


1,2,4 


17-41-250 


c 


T 


1 


20-841-149 


A 


G 


1 


20-842-115 


G 


A 


1 


20-853-415 


C 


T 



Figure 1 
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SEQ ID 
no. 


Biallelic Marker 
ID 


Original 
Allele 


Alternative 
Allele 


Position Range of 
Preferred Sequences 


1 


20-828-311 


C 


T 


739-1739 


1 


17-42-319 


C 


T 


10946-12958; 13470- 
13526; 13641-13752 


1 


17-41-250 


c 


T 


14271-17969 


1 


20-841-149 


A 


G 


41718-42718 


1 


20-842-115 


G 


A 


44942-45942 


1 


20-853-415 


C 


T 


76558-77558 


2 


17-41-250 


C 


T 


1-1879 


4 


17-42-319 


C 


T 


1-1498; 1613-1724 


4 


17-41-250 


C 


T 


2243-3940; 3941-5381 



Figure 2 



3/16 



A 


SEQ ID NO. 


POSITION OF CONFLICT 


NUCLEOTIDE 


1 


13269 (SEQ ID No 1) 


T (original) 


4 


1241 (SEQ ID No 4) 


C (alternative) 


B 


SEQ ID NO. 


POSITION OF CONFLICT 


NUCLEOTIDE 


1 


13475 (SEQ ID No 1) 


G (original) 


4 


1447 (SEQ ID No 4) 


A (alternative) 



Figures 3A, 3B 






SEQ. ID. NO 


POSITION RANGE O 
MICROSEQUENCING 
PRIMERS 


COMPLEMENTARY POSITIN 
RANGE OF 
MICROSEQUENCING 
PRIMERS 




1 


1220-1238 


1240-1258 




1 


12328-12346 


12348-12366 




1 


15222-15240 


15242-15260 


fp 


1 


42199-42217 


42219-42237 




1 


45423-45441 


45443-4546I 


k a : 
I-. ™ 


1 


77039-77057 


77059-77077 




4 


300-318 


320-338 




4 


3194-3212 


3214-3232 



Figure 4 
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SEO. ID NO. 


POSITION RANGE OF 
AMPLIFICATION 
PRIMERS 


COMPLEMENTARY 
POSITION RANGL Or 
AMPLIFICATION 
PRIMERS 




929-949 


1357-1377 




12029-12050 


12581-12603 




14992-15012 


15460-15482 




42070-42090 


42572-42591 




45328-45347 


45863-45883 




76644-76664 


77166-77185 


4 


1-11022 


553-11575 


4 


899-11920 


1441-12461 


4 


1246-12267 


1632-12651 


4 


2964-13984 


3432-14454 



Figure 5 
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olLy- IMJ iSKJ 


POSITION I* ANCJF OF PFOBES 


i 
1 


1 977-1 2S1 


1 
1 


19H5-12159 


1 
I 


15229-15253 


1 


A9906-A9910 


1 




1 


77046-77070 


4 


307-331 


4 


3201-3225 



Figure 6 
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Alignment 



o^^oA IV-related cDNA with ft man and Swine 



cDNA's 



ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 



jAOTCCC^CTGGAGcid CAGGTG - AGCTjCTCCTGAGQA.CCT - 

- ~GCA CAGGTG - AGCTGt- CCTGAGAACCT- 



j-CTCC AjJ- 



-GGAGG 3 9 



jcACCCAGG Ca'cgGAA AGGCTTC^ ^ 159 

icATCCAG^TGTGGciAA GAAACTCCTCCAGCC- - - - CAGCAAG- - CAGCT- CAGGATG TTCCTGA- -1124 

^CCAG-TG^TAA GAGAcS cT CTCCAGCC- - - -CAGCGGG- - - AGCT- CAG GATG TTCCTGA- A 93 

239 

iaravf ricrrGGTCC - TGAGCCTG - -GCCCTGG- - - - TGGCCGTCACCGG T1GCCOGGGC - - TG AGGT CAA - -TGGCGACCAAG 162 

319 
260 



^gat^c*^ 23 

kcSdGW3TCC^§CC^^CCCTGG- - - -TGGCTOT^O^aScCAGGGC- -TGAGGTCAG- - TGCTGACCAGCj IS 



tr- - - GGCCAqHG - - TGAT - GTGGGACT ACTTCAGCCAG- CTGAGCAALAA i^u^^^^^m^ i — i - — 

k^nGff nACTG- - TGAT-GTGGGACT ACTTCAGCCAG- CTGGGCAGCAATGCCAAGAAGGCTG T - GGAACATCT 229 

GGAC^CaGAAGGCTCxjc^^ 3 " 
GCAG^A^TCTGA^rCACC- - CAGCAACTCA ATGCCCTC- - - TT CCAGGAC - - AAACTTGGAG 316 



316 
285 



ICCAG- AA^TCTGAAtTCACC- -CAGCAACTCA ATGUCp'U- - - it - - AAACTTGGAG - 

iCCAG - AAGTCTGAGCTCACC - - CAGCAGCTCA A CfliC TCTC- - - TT C CAGGAC - - AAACTTGGOG- 

AGCAACrGMGCCCTAC^ 479 

L^AAGTGAACACrTTAC^^ 387 

I - - aaGTGAACACCTACACGQAGGACCTGCAGAAGAAG G 001 ^ 356 

[TCGGGC^AbA^^CAAGGO 



CC^T^CTGgG^CGTGGACG^ 5S9 

THaGGACTCGGAGA- - - AAtTG- -AAGGAG GAGATTO^AAC^GCTGGAGGAOTC^^CCGGq 4 52 

-CAAGGACTd AGAGA- - -AGCTG- -AAGGAG- n a r: a TT fiG AAGGGAG CTGGAGGAGCTGCXIAlGCCCGGC^ 421 



be 

At 



„ - — [^fcL^J n^ru^vn^nJ^rKr-*KCX^Ctt& T l 518 



GCTGCCCCJ@GO 
GCTGCCCCACG' * 



SCcRAlj- - - - - GAC^3TGAGCCAGAAGATCGGGGACAACCTGCG 

XHA CC GAGGTGAGCCAG AA^TCGG^JGA^AACGTGCG CGAGCTGCAGCAG - CGCC- 



-t3 518 
-T-i 487 



a^c^c^c^dcG^^ 718 

rTcGAGCC - CTACGCGGACC^GCT - - GCGCACCCAGGTCAACAC^ - CAGGCC - GAGCAGCTGCG GCGC-CAGCTG 585 

1- -r^^r^TTAb^dGGCT - - GCGCACCCAGGTCAACACC - CAGGTT - CAGCAGCTGCA GCGC- CAGCTG 554 



C^dCTi 
SccjcCCTACG- 
AAGCCCTACG- 




TCAAGjGQCCTjGCAl 
iC £ G C GCATGGAt 



'gSag"cagaa^ctggacc^ 798 



iGAGC GCATGGAGT< 




(c^-frG^ABc^CT^ 877 

'-^CACGC C Sc^GAckfrC^CC^ GTGGAGGAGCTCAAGGGAC 1 712 

ggrfjcg^- - - GAd TTCAAGGCCAAGATCGA^TCAGAA?' GTCGAGGAGCTCAAGGGGAj^Z-ld 681 



ichtBdCGC^^ III 

GCCTTACGC CCTAC - - GCTCA 5 GpA^ATjT^AAAGTCAAG - -ATT^CCAGATOTGGAGGAGCTGCGSC-GC 777 

.gg ^CGC CCT;ffl - -GC^cbA^GCTC^ CC^G- - AT CGATK^GAACGTGGAGG AGCTGCGGC - 746 



AGCCTG~GC§CI 
AGCCTG-GCCCCCTATGCG- 



CAGGACG' TCCAGG AGAAGCTCAACCACCAGCT CGAGGG 1 



ICCTG^— 



---i 807 



CT^C^GrOT^ 

I — _ __ - - - rrTTCCAGATGA AGAaBaIaCGCCGA- -GGAGC- - TCAAGGCCAGGATCTCGGCC^G-TG 



- CCTTCCAGATGA- 
- CCTTCCAGATGA- 



jck( HsA- -GGAGC- -T GAAGGCCA AGATCTC^CC^ TGj: 



&CCC 1117 
892 

d 861 



Btga^t3a8ctgc_ccagg^ 

CCGAC^GCTGC^^GGCAGA^^GpCT GGCpCCCTTGGCCGAGGACGT GQGTGGC -jAA - 

r^^AnrVGC GGCAGA AGCT GG TbcCG GTGGCCGA GAACGT - - -GCATGGC-CA- ^T 914 

BTdAWaT^CTC^T^T^ 1277 
KSkKgcS^ 1018 
icTGAAGGGCAAC - -ACOWS-GGGCTGCAGAAGTcH c^ - - GGACCAGCAGGTGGAGG 987 

flTATOQAGlQCriCCTBciGACT 1357 

lAOTCCG^c]c£ck^GG^CCCTA- - CGGGG^a|aACTT CA - - - ACAAAGCCCTG - - - GTGCAGC AG -|A 107 8 

iagTTf^jrr ^ -CGGGGAGACCTTCA- - -AC A AAGCTTTG- - -GTGCAGC AG G 1047 



Figure 7 A 
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Alignment of ApoA IV-related cDNA with Human and Swine 

cDNA's 





ApoA IV related 




Human ApoA IV 




Swine ApoA IV 




ApoA IV related 




Human ApoA IV 




Swine ApoA IV 




ApoA IV related 




Human ApoA IV 




Swine ApoA IV 


q 


ApoA IV related 




Human ApoA IV 




Swine ApoA IV 


5 s3 


ApoA IV related 


ttpj s. 
i: ^ 


Human ApoA IV 




Swine ApoA IV 




ApoA IV related 




Human ApoA IV 




Swine ApoA IV 


,i:»q. 
j; ..J 


ApoA IV related 




Human ApoA IV 


i y 


Swine ApoA IV 







TG(y^TjGCTC^TC AGTTACTCCArr GAftQGGTGAG . _ _ . 

TGGAkcAGCTCAGGA CGAAACTGGGCCCCCATGCGGGGG ACGTGGAAGGCCACTJTG -j 1134 

Tra^G^TCTCAGG C HAbAAGCTGGGCCC lfr TGGCGGGQG ACGTGGAGGGCCACCTG - 1 1103 

a^ctgttMccgtcatg^ 1517 

pAGCTTCCT^AGAAGG^cjcrGAGGGACAAGGTCA- -ACTjcCTT CTTCAG- CACCTTCAA -GGAGA 1195 

L Ar^^CCTGGAGAAGGATCTGAGGGACAAGGTCA- -ACACCTT CTTCAG-CACCCTCAA HAGAGG 1164 



CCA CTGCTACj AGCTOGT^ 1597 

rrrrr7:;g^^ ^AG^CMCATCAG 1257 

AGGGGAGCCA - GG^CGAGAGC - GAGGCCCTCCCT GCA 1 = -I 1199 



jGAGCAGOAGl 



- jCAGGAG AAGG 1 



-bcCCCTrTGGAGGGCTGAGCTGCCCCTGGTGCT - - CCCACCCCACCCGTG 1262 



TOGcIq TOGATAGGAGAGGGC^^ 17 
l rvG^r ACCTGC CCTGCCCT -GCG lACCT GTCTGT - CTGTCCCAA- -j 1 3 



[TGGAC 

— lAC- 



757 
376 



-ACCTGC CCTGCCCT-GCCCCCTGTCT GTCTGT -CTGTCCCAA- -j 1304 

GTdadsadiaOT^ 1837 

[^U^TC^T&TA^^ TGTCCAGTGGGAGGTGA^raCCTCTGAA- -TATTCAA- -TA 1444 

1- - AGCAGTTC- TTC^ TCTCCAGTGGACgGJ^C^ACCTCTCGA - -TACTCAA- -TA 1372 



lAAG< tCTAGACTTCKX 3CI[d^^ 

JaAGCT GCTGAGA- -A^jcTAGCC ffC 

iAAGCT GCTGAGA- -AACT 



1879 
1466 
1388 



Figure 7 B 
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Alignment of ApoA IV-related cDNA with Rat RAP3 cDNAs 



ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP 3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3A 
Rat RAP3B 

ApoA IV related 
Rat RAP3A 
Rat RAP3B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 



AGACGTCAGCAGflGCA^ 80 

j GC^ATCGTGG^GCATGGCTGCCGTCA^ 65 

l GO - ATC<jTGGAAAGCATGGCTGCCX5TCATCAC 65 



ACCCAG^AQGGA^ 160 

jGTACAGGCGAGGAAGAGCTTCTGGG^ CAGC ^ 139 

bTACAGGCGAGGAAGAGCITCTGGGAGTACTTCG 139 



jGAA^ATGG^TSGCGAGCCCG CG^dcCTGAAAGAGA^G^CTljGAG CAAGAC CT CAACAATAT GAACAAGTT CCTQGAAAAGG 240 

AGCTGGCACAGGAG AGCCTGAAAGGTAGCTTGGAGCAAGACCTCTACAATATGAACAATTTCCT 213 

GCTGGCACAGGAG AGCCTGAAAGGT AGCTTGGAG CAAGAC CT CTA CAATATGAACAATTTCCT AGAAAAGC 213 



^AGGCGTCfrGAG j iQQGaGqG^ 314 

TGGGACCOTGAGAGAGCCTGGGAAGGAGCCTCCTCGGCT 293 
rrGGGACCCTTCAGAGAGCCTGGGAAGGAGCCTOT 293 



pAGTfTGGA^dGTGAAG^^ 394 
jGAGCTGGAGGAAGTGAGCACACGCCTG^^ 373 
IGAGCTGGAGGAAGTGAGCACACGCCTGGAGCC 373 



^OGGCAG^cfrGAA^^ 474 
GAGG CAGCAGTTGAAAC CCTACACGGTCGAGCTG ATGGAGCAGGTAGGCCTGAG CGTGCAGGAT CTGCAAGAACAGCTGG 453 
bAGGCAGCAGTTGAAACCCTACACGGTO^GCTGATGGAGCA^ 453 

SCGTGCTGGGGGA^CACCA^ 554 
bcATGGTGGGAAAAGGCACCAAGGCCCAGCT 533 
bcATGGTGGGAAAAGGCACCAAGGCCCAGCTCCTG 533 



3qGTOTGCACCACj^^ 634 
3AGTGCTGCACCATACGGACCGAGTCAAAGAACTCTTCCACCOT 613 
SAGTGCTGCACCATACGGACCGAGTCAAAGAACTCTC 613 



OGTGCAGGAGC^ 714 
fercCAGGAGCTGCACCGGAGTGTTGCTCCT 693 

[tgtgcaggagctgcaccggagtcttgctcctcacgcagttgcc^ 693 



7 94 



(CCCA^AAACTCACACGTAAGGCGAAGGACTrGCACACCAGCA 773 
bcCAO^CTCACACGTAAGGCGAAGGAOT 773 



SG^^Gdc^iTG^^ 868 
ACCTTCATCCGTGTCAGCACAGACGGGGCAGACAAC^ 853 
ACCTTCATCCGTCT'CAGCACAGACGG 853 



Bc^ACTJTCA^^ 948 
bAGACTCC^GGCTTTTCGACATGACXCCTACCTC 933 
GAGACTCCAGGCTTTTCGACATGACACCTACCTGC^GATCGCT 933 



TCCAGcRg^GCTGG^ 1028 
frcCAGCACCAGCTCXxScCA^^ 1013 
bcCftGCACCAGCIGGCftCCftC^^ 1013 



jCTCAGCMG^GCAGC^^ 1108 
H'C^GCAGACTGCAGAGCCGGCTGGACGACCTCTGGGAAGAT^ ~\ 1090 

IcTGAGCAGACTGCAGAGCCGGCTGGACGACCTCTGGGA^ ' 4 1090 



/y/y^Wrr^&rcr^^ 1187 

"gAATAACCCTGAGGGTC ACTCAGGTTAACTCTGCAGCTCGTTGTCTGGA CCCTGAGCCTTCAGCA H55 

-GAATAACCCTGAGGGTC ACT CAGGT TAACTCTGCAGCT CGTTGTCTGGA CCCTGAGCCTTCAGCA 1155 



Figure 9 A 
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Alignment of ApoA IV-related cDNA with Rat RAP3 

cDNAs 



n 



ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 



rG GTTCAGTCCTTGAAAGTGQ CCTfC^^ 1266 

rGG CCTAATAGGCAGAGGGTGGAGGGTCCTGCATACTATTGGCGAGGCCACO^GGTG^ 1217 

rGG '- CCT AAT AGGCAGAGGGTGGAGGGTCCTGCATACTAT TGG CGAGGCCACCAAAGGTGCTG 1217 



CTSrchjofr^T^^ 1346 

CTG~CCCCAACCTGTCTGGCCTCCT- CAACT CCC CCA CTCAGGTGCATTACACT CAG TAGGTTTGG CAAA^CAGQTTCG 1295 
CTG- CCCCAACCTGTCTGGCCTCCT- CAACT CCC CCA CTCAGGTC^CATTACACT C!AGTAGGTTTGG CAAA 1285 



CAkjTGCTCATTTGGGA^JGCTC^ 1426 
R dGTGCTCATTTGGGA^lf CCTA^GGAG - CAAcIaGTG -G03TC AAGGC^G 1X30G/3AG- A 1361 

y_ \f r q j^ r....^ 1235 



TGA1T1; AT[CTGCAAGCC - - TteTjr^d^ljGATGCT 1504 

A&CTGA CTGCAAGCci A^ 1440 

g:.—- 1285 

cSca^ct|ggtqc1acaga 1584 

imTiacjTdGCT CTAC^^ 1517 




1285 



1285 



E^CTGgEgTCTaS gI ^ AAGGy 3— - - TGG G - - - -^ TC^TA^GAGGGCAGAGCCC^^ 1720 

GGATAAA^rG^ITGjG ^TCCCT 1677 

Q 



1285 



dCTCTA^COTAAATAAGGGACTGA^CCCTCCC 
a!ctCT7^ACCCAAATAAGGa|^^ 

.r^fz.T^TT. y...„ 



_ .GCTCCTTAAA- CCCTCTGGGGAGCATACTGTGTGC 1Q 1799 
d^TCTGAAA^CCC^^ 1754 
3 1285 



[tCCCCATC - TCCA^dccQTCjcCTCt 
frcW^T(iATto 

— g: — .... - 



CCTAlGACTtOTGGOTCAAATGAAATAGA^^ 187 8 
1 ^GACTffTiT^^ 1832 
1285 



■tz- 



R » 

GGAAAAAAAAAAAAAAAA 
j AAAAAAAAAAAAAAA 



1879 
1850 
1300 



Figure 9 B 
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Figure 11 
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201 



200 (-starT 




1 

STORE NEW SEQUE 


NCE TO A MEMORY 






OPEN DATABASE OF SEQUENCES 






READ FIRST SEQUENCE IN DATABASE 






4 

F 


PERFORM COMPARISON OF NEW SEQUENCE AND 
STORED SEQUENCE 



202 



204 



206 



210 



224 



GO TO NEXT 
SEQUENCE IN 
DATABASE 




Figure 12 
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252 



250 



C START 



NO 




264 




READ NEXT CHARACTER OF FIRST AND SECOND 
SEQUENCES 



270 




274 



"MORE 

CHARACTERS TO ^^-YES- 
READ? 



254 



1 

STORE A FIRST SEQUI 


ENCE TO A MEMORY 




r 


STORE A SECOND SEQUENCE TO A MEMORY 




r 


READ FIRST CHARACTER OF FIRST SEQUENCE 




f 


READ FIRST CHARACTER 


OF SECOND SEQUENCE 



256 



260 



262. 



268 



YES 



276 



Figure 13 
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302 



300 



c 



START 



COMPARE FEATURE ATTRIBUTES WITH THE FIRST 
SEQUENCE 



1 


r 


STORE A FIRST SEQUENCE TO A MEMORY 






OPEN A DATABASE OF SEQUENCE FEATURES 






READ FIRST FEATURE FROM DATABASE 



304 



306 



308 



310 



READ NEXT 
FEATURE IN 
DATABASE 




Figure 14 



